
Chen et al. Biology Direct           (2023) 18:63  
https://doi.org/10.1186/s13062-023-00412-7

RESEARCH Open Access

© The Author(s) 2023. Open Access This article is licensed under a Creative Commons Attribution 4.0 International License, which 
permits use, sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the 
original author(s) and the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or 
other third party material in this article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line 
to the material. If material is not included in the article’s Creative Commons licence and your intended use is not permitted by statutory 
regulation or exceeds the permitted use, you will need to obtain permission directly from the copyright holder. To view a copy of this 
licence, visit http://creativecommons.org/licenses/by/4.0/. The Creative Commons Public Domain Dedication waiver (http://creativecom-
mons.org/publicdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.

Biology Direct

Deep learning-assisted high-content 
screening identifies isoliquiritigenin 
as an inhibitor of DNA double-strand 
breaks for preventing doxorubicin-induced 
cardiotoxicity
Xuechun Chen1,2, Changtong Liu2, Hong Zhao3, Yigang Zhong1, Yizhou Xu1* and Yi Wang2,4,5* 

Abstract 

Background Anthracyclines including doxorubicin are essential components of many cancer chemotherapy regi-
mens, but their cardiotoxicity severely limits their use. New strategies for treating anthracycline-induced cardiotoxicity 
(AIC) are still needed. Anthracycline-induced DNA double-strand break (DSB) is the major cause of its cardiotoxicity. 
However, DSB-based drug screening for AIC has not been performed possibly due to the limited throughput of com-
mon assays for detecting DSB. To discover new therapeutic candidates for AIC, here we established a method to rap-
idly visualize and accurately evaluate the intranuclear anthracycline-induced DSB, and performed a screening for DSB 
inhibitors.

Results First, we constructed a cardiomyocyte cell line stably expressing EGFP-53BP1, in which the formation 
of EGFP-53BP1 foci faithfully marked the doxorubicin-induced DSB, providing a faster and visible approach to detect-
ing DSB. To quantify the DSB, we used a deep learning-based image analysis method, which showed the better 
ability to distinguish different cell populations undergoing different treatments of doxorubicin or reference com-
pounds, compared with the traditional threshold-based method. Subsequently, we applied the deep learning-
assisted high-content screening method to 315 compounds and found three compounds (kaempferol, kaempferide, 
and isoliquiritigenin) that exert cardioprotective effects in vitro. Among them, the protective effect of isoliquiritigenin 
is accompanied by the up-regulation of HO-1, down-regulation of peroxynitrite and topo II, and the alleviation 
of doxorubicin-induced DSB and apoptosis. The results of animal experiments also showed that isoliquiritigenin main-
tained the myocardial tissue structure and cardiac function in vivo. Moreover, isoliquiritigenin did not affect the killing 
of HeLa and MDA-MB-436 cancer cells by doxorubicin and thus has the potential to be a lead compound to exert 
cardioprotective effects without affecting the antitumor effect of doxorubicin.
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Conclusions Our findings provided a new method for the drug discovery for AIC, which combines phenotypic 
screening with artificial intelligence. The results suggested that isoliquiritigenin as an inhibitor of DSB may be a prom-
ising drug candidate for AIC.

Keywords High-content screening, Isoliquiritigenin, Deep learning, Double-strand break, Anthracycline-induced 
cardiotoxicity

Background
The discovery of daunomycin, an antitumor anthracy-
cline, in the 1950s [1] and its success in clinical trials for 
leukemia in the 1960s [2] were major breakthroughs in 
the field of oncology. Subsequently, other anthracycline 
compounds including doxorubicin (DOX) were discov-
ered. DOX is the 14-hydroxy derivative of daunomycin 
and was identified as an even more potent antitumor 
agent [3]. To date, anthracyclines including DOX, dauno-
mycin, idarubicin, and epirubicin are the key active com-
ponents of many chemotherapy regimens for a variety of 
cancers, such as lymphoma, sarcoma, breast cancer, and 
childhood leukemia [4].

On the other hand, the cardiotoxicity of anthracy-
clines limits their use. Empirical data suggests that 
the cumulative dose of DOX should be limited to less 
than 450 ~ 550  mg/m2 [5]. However, cardiotoxicity was 
observed even after lower doses of DOX administra-
tion, with the early development of subclinical patho-
logic changes in endomyocardial biopsies [6], subclinical 
abnormalities of cardiac function [7], and chronic pro-
gressive cardiac contractile deficit years after DOX ther-
apy [8].

To address the limitations of DOX, new approaches to 
treating anthracycline-induced cardiotoxicity (AIC) are 
needed. Dexrazoxane (DXZ), an FDA-approved orphan 
drug, may increase chemotherapy-induced myelosup-
pression while preventing AIC [9]. Another concern is 
that DXZ may diminish the chemotherapeutic efficacy of 
anthracyclines and increase the risk of second malignant 
neoplasms [10]. Thus, the medical need to develop new 
therapies and discover possible therapeutic cardioprotec-
tive agents remains unmet.

Although the exact pathomechanism of AIC remains 
unclear, several hypotheses have been proposed, 
including the production of reactive oxygen species 
(ROS) and the inhibition of topoisomerases [4]. The 
ROS hypothesis, also known as the iron hypothesis, is 
the traditional explanation for AIC. The quinone part 
of anthracyclines is catalyzed by NADH dehydrogenase 
into a reactive semiquinone radical, which is oxidized 
to generate superoxide anions  (O2

·−) and hydrogen 
peroxide  (H2O2). In the presence of iron, hydrogen 
peroxide  (H2O2) produces highly toxic hydroxyl radi-
cals  (HO•) via the Fenton reaction [11]. Peroxynitrite 

 (ONOO−) was generated by the reaction of superox-
ide anions  (O2

·−) with nitric oxide (NO), which is also 
an important culprit for DNA strand breaks [12]. ROS 
and  ONOO− both cause oxidative damage to biologi-
cal macromolecules including DNA, ultimately leading 
to cardiomyocyte cellular dysfunction and cell death. 
Recently, the topoisomerase hypothesis has been pro-
posed as a new mechanism of AIC. Anthracyclines 
bind to DNA and topoisomerase II (topo II), which 
hinders the re-ligation of the DNA double strands, and 
persistent DNA double-strand break (DSB) was gen-
erated consequently. DSB is lethal to cells and brings 
about p53 activation and cell death [13]. Zhang et  al. 
[14] found that the deletion of topo IIβ from cardiomy-
ocytes prevented mice from developing AIC, suggest-
ing the critical role of topoisomerase-mediated DSB in 
the pathomechanism of AIC.

DSB is a pathological link involved in both the ROS 
hypothesis and the topoisomerase hypothesis. Persistent 
DSB leads to the activation of apoptotic pathways and the 
loss of cardiomyocytes in the heart [15], which initially 
manifests as subclinical myocardial damage that gradu-
ally leads to an early asymptomatic reduction in the left 
ventricular ejection fraction and eventually to symp-
tomatic, often refractory heart failure [16]. Therefore, 
anthracycline-induced DSB represents one of the impor-
tant mechanisms of AIC, which provides a new promis-
ing direction for AIC prevention and treatment [15].

However, DSB measurement-based drug discovery 
for cardioprotectors against AIC has not been reported 
as of 2023. While previous screening methods based on 
cell viability have effectively identified compounds that 
improve the ultimate fate of the cardiomyocytes, they 
could not provide enlightenment on the mode of action 
of the candidate compounds. The lacking of DSB-based 
AIC drug screenings is possibly due to the difficulty in the 
high-throughput detection of DSB. The comet assay can 
accurately and directly detect DSB in cells, but it is labor-
intensive [17] and thus can hardly meet the needs of 
modern high-throughput drug screening. With a deeper 
understanding of the molecular mechanism of DSB and 
the advancement of high-content imaging technology, it 
has become possible to quantify DSB by high-through-
put imaging after fluorescent labeling of  the molecular 
markers of DSB. For example, phosphorylated histone 
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H2AX (γ-H2AX) foci and p53-binding protein 1 (53BP1) 
foci are accepted markers of DSB [18, 19]. Among them, 
53BP1 foci can be observed not only by antibody-based 
immunofluorescence, but also by fluorescent protein-
based methods. By overexpressing fluorescent protein 
along with the region of 53BP1 required for its recruit-
ment, the DSB sites in cells can be visualized. Fluorescent 
protein-based method does not need the tedious steps 
that are required for immunofluorescence, and is easier 
to extend to high-throughput assays.

In this study, we describe a new assay platform for the 
high-throughput screening of reagents that modulate 
the level of DSB in DOX-damaged cardiomyocytes. One 
of the challenges here is the difficulty of analyzing foci 
images. In our previous work, we used deep learning to 
identify irradiation-induced DNA damage in the HeLa 
cell line [20]. We extend our work to DOX-induced DNA 
damage in cardiomyocytes. In this study, twelve active 
compounds that reduce 53BP1 foci were identified from 
315 compounds, three of which were proved to be cardi-
oprotective. We then verified that isoliquiritigenin (ISL) 
possesses cardiomyocyte protective activity, reduces DSB 
levels, and alleviates DOX-induced damage in both car-
diomyocytes and mouse hearts. Furthermore, we found 
that the anti-DSB effect of ISL is potentially correlated 
with its activation of antioxidative heme oxygenase-1 
(HO-1), the inhibition of topo II, and the inhibition of 
Bcl-2 associated X-protein (BAX) and Caspase 3. Overall, 
the artificial intelligence-assisted high-content screen-
ing method to evaluate DNA damage in doxorubicin-
induced cardiotoxicity was established for the first time. 
Using the established method, we discovered isoliquiriti-
genin, which could be a potential lead compound against 
anthracycline-induced cardiotoxicity.

Results
High‑content imaging detected doxorubicin‑induced DNA 
double‑strand breaks in H9c2 cardiomyocytes
To determine the feasibility of 53BP1 labeling and high-
content imaging in detecting DOX-induced DSB, we 

compared 53BP1 imaging with three other commonly 
used DSB detection methods: neutral comet assay, 
γ-H2AX immunofluorescence assay, and relative quanti-
fication of γ-H2AX protein (Fig. 1A).

The neutral comet assay represents the direct detec-
tion of DSB in cells using gel electrophoresis [21]. The 
results of the neutral comet assay showed that the comet 
tail length increased with increasing DOX concentration 
after 24  h of treatment, representing an increase in the 
degree of DSB (Fig. 1B).

DNA damage response occurs after DSB and is marked 
by increased levels of H2AX phosphorylation [22] and 
more γ-H2AX/53BP1 foci [23]. γ-H2AX is synthesized 
de novo after DSB happened, whereas 53BP1 is present 
all the time, diffusely distributed in the nucleus in normal 
cells, and aggregates at DSB sites to form foci after DSB 
[24]. We performed immunofluorescence on γ-H2AX 
(Fig. 1C, Additional file 1: Fig. S1A) and used the tradi-
tional threshold-based method to analyze the number 
of foci (Fig.  1D). The immunofluorescence images and 
quantification results showed that γ-H2AX, both in its 
protein level (Fig. 1E left) and foci number (Fig. 1E right), 
varied with the concentration and duration of DOX treat-
ment, which was consistent with the trend of γ-H2AX 
protein level demonstrated by western blotting (Fig. 1F). 
At a high dose of DOX, the γ-H2AX intensity decreased, 
which is in accordance with the literature [25, 26]. The 
decrease of phosphorylated γ-H2AX by high-dose DOX 
may be due to the fact that the decreased activity of pro-
teasomes causes the DSB sites to fail to expose from topo 
IIβ, such that the DNA damage response cannot be fully 
triggered [27].

Similar to γ-H2AX, the 53BP1 foci number also var-
ied with the dose and duration of DOX treatment 
(Fig.  1G). What is more, the change of foci number 
could reflect low-level DSB in cells treated with DOX 
as low as 0.05 μM for 1 h, which suggested that the foci 
assay represents a more sensitive assay than the comet 
assay. Therefore, we suggest that DOX-induced 53BP1 
foci aggregation can be developed as a high-throughput 

Fig. 1 High-content imaging can detect doxorubicin-induced DNA double-strand breaks in H9c2 cardiomyocytes. A DOX-induced DSB 
was detected by different methods. B Comet assay results of H9c2 after incubation with DOX for 24 h. Data are plotted as mean ± SD, n = 50 
(50 cells). Kruskal–Wallis test was performed, *P < 0.05, **P < 0.01. C Representative images of H9c2 after incubation with 0.5 μM or 5 μM DOX 
for 1 h or 24 h, γ-H2AX labeled by immunofluorescence. Representative images of cells treated with other different concentrations of DOX were 
shown in Additional file 1: Fig. S1A. D Intranuclear foci were recognized by the threshold-based traditional image analysis method. E Analysis 
results of γ-H2AX immunofluorescence images. The number of cells that were captured and quantified was shown in Additional file 1: Fig. S1B. F 
H9c2 was incubated with DOX for 24 h and the γ-H2AX (Ser139) phosphorylated protein (15 kDa) was detected and GAPDH (36 kDa) was used 
as the loading control. The quantified results of three experiments were shown in Additional file 2: Fig. S2A. G H9c2 was incubated with different 
concentrations of DOX for 1 h or 24 h, followed by the immunofluorescence labeling and analysis of 53BP1. The number of cells that were captured 
and quantified was shown in Additional file 1: Fig. S1C. For E and G, data are plotted as mean ± SD, n = 3, *P < 0.05, **P < 0.01 when compared 
with the vehicle (dimethyl sulfoxide, DMSO)-treated control group

(See figure on next page.)
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Fig. 1 (See legend on previous page.)
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and sensitive assay to quantify DNA damage in cells on 
a large scale, by which we could discover inhibitors of 
DOX-induced DSB with cardioprotective potential.

A high‑content imaging method for doxorubicin‑induced 
DNA damage was developed based on fluorescent protein 
labeling
To efficiently label DNA damage foci in the nucleus and 
avoid the complex staining process and batch-to-batch 
variation introduced by antibodies, we constructed an 
H9c2 cardiomyocyte cell line stably expressing EGFP-
53BP1 (1220 ~ 1711  aa), which constitutively expresses 
the fusion protein of the enhanced green fluorescent 
protein (EGFP) and the minimal focus-forming region 
(1220 ~ 1711  aa) of 53BP1 [28] so that the distribution 
of EGFP gives an indication of where 53BP1 is recruited. 
This cell line was obtained using lentiviral transduction, 
and the vector map is shown in Fig. 2A. After obtaining 
EGFP-53BP1-H9c2 cells, we labeled the nucleus with 
Hoechst, and the green fluorescent EGFP signal was 
located in the nucleus (Fig. 2B), consistent with the fact 
that 53BP1 is localized in the nucleus.

Since the clinical blood concentration of DOX ranged 
from 0.1 to 1 μM [29, 30], we chose 0.5 μM as the con-
centration of DOX in the model group. When the cells 
were treated with 0.5 μM DOX for 1 h, significant 53BP1 
aggregation could be seen in the nucleus (Fig. 2C), con-
sistent with the immunofluorescence result by use of 
the anti-53BP1 antibody in Fig.  1G. This indicates that 
the method of foci imaging with the constructed H9c2-
EGFP-53BP1 cell line was also able to recapitulate DOX-
induced DSB like the immunofluorescence assay. We 
calculated the average number of foci per cell, which 
was significantly increased in the 1 h DOX-treated group 
compared with the control group (Fig. 2D).

To further demonstrate the reliability of the model, 
DXZ and resveratrol (RES) were selected as reference 
compounds, of which DXZ is the FDA-approved drug 
for the prevention of DOX cardiomyopathy, while RES is 
an active compound that has been reported as an anti-
AIC candidate [31], both of them were reported to have 
anti-doxorubicin effect in H9c2 [32]. Compared with the 
model group (0.5  μM DOX treatment for 1  h), 53BP1 
aggregation was alleviated in the DOX + reference com-
pound group (Fig.  2E), indicating that the cell model is 
able to reliably reflect the protective effect of the active 
compounds.

Deep learning‑based method recognized the DNA 
damage status at single‑cell level and correctly reflected 
the protection effect of reference compounds
The current traditional methods for the recognition of 
nuclei boundaries and the recognition of foci are mostly 

threshold-based [33]. In term of recognizing nuclei 
boundaries, when different nuclei have different Hoe-
chst staining brightness, it is hard to accurately iden-
tify the boundaries of all nuclei by the same threshold 
(Additional file 3: Fig. S3). In term of recognizing EGFP-
53BP1 foci, the green fluorescence differs in brightness 
among different EGFP-53BP1-H9c2 cells, and is even not 
detected in some cells, which makes the threshold-based 
method no longer capable (Additional file 4: Fig. S4).

We compared the threshold-based traditional method 
with the deep learning-based method, FociNet, that we 
developed earlier. The quantitative methodologies are as 
follows. In the threshold-based traditional method, the 
Granularity module in MetaXpress software was used 
to recognize nuclei and foci, and then the number of 
foci per cell was calculated. In the deep learning-based 
method (FociNet), to obtain more accurate discrimina-
tion of cellular DNA damage status, we first segmented 
the images into single-cell images by U-Net-based con-
volutional neural network and then classified the nor-
malized single-cell images into different categories by 
the VGG-19-based network. Individual cells with differ-
ent brightness were normalized and classified into three 
categories (foci-positive, foci-negative, and non-signaling 
cells) based on their EGFP distribution patterns (Fig. 3A), 
and this was not disturbed by the difference in brightness 
between cells (Fig.  3B). The classification of each single 
cell was obtained by running FociNet, and the percentage 
of foci-positive cells (% foci-positive cells) was calculated.

We used the two different methods to analyze the 
image set corresponding to Fig.  2E. This image set 
includes images from three replicated experiments, with 
hundreds of cells captured per experiment. The quantita-
tive results were shown in Additional file 5: Fig. S5A and 
Fig. 3C. It can be seen from the results that when dealing 
with the image set corresponding to Fig.  2E, the ability 
of the threshold-based method to distinguish differences 
between different groups is not satisfactory (Additional 
file 5: Fig. S5A). The deep learning-based method, when 
applied to the analysis of corresponding images, can 
effectively distinguish the cell populations of the refer-
ence compound group from that of the DOX group and 
reflect the dose-dependent protective effect of the refer-
ence compounds (Fig. 3C).

High‑content screening identified protective agents 
against doxorubicin‑induced DNA damage
Using the constructed high-content imaging method and 
image analysis method, we screened a library contain-
ing 315 compounds, which had been prepared by our lab 
previously. For the primary screening, each compound 
was co-incubated at a dose of 50 μM with 0.5 μM DOX 
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Fig. 2 Construction of a high-content imaging method for doxorubicin-induced DNA damage by labeling with fluorescent protein. A Map 
of the lentiviral vector for a stable expression of EGFP-53BP1 (1220 ~ 1711 aa). B Representative two-color fluorescent images of EGFP-53BP1-H9c2. 
C Distribution of 53BP1 after the treatment of EGFP-53BP1-H9c2 with 0.5 μM DOX for different time durations. D The experimental images in (C) 
were analyzed by the traditional method. Data are plotted as mean ± SD, n = 3, *P < 0.05, **P < 0.01 when compared with the control group. E Effect 
of dexrazoxane (DXZ) or resveratrol (RES) on the distribution of 53BP1 in EGFP-53BP1-H9c2 treated with 0.5 μM DOX for 1 h
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Fig. 3 Deep learning to evaluate the DNA damage of single cells and the effect of reference compounds. A Schematic of the deep learning-based 
image analysis method. B Representative images of single cells of the three categories. C Quantitative results of the effect of reference compounds 
on foci generation using the above deep learning-based image analysis method. Data are plotted as mean ± SD, n = 3, ##P < 0.01 when compared 
with the control group, and **P < 0.01 when compared with the DOX group
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for EGFP-53BP1-H9c2 for 1  h and tested 3 times. We 
obtained more than 20,000 two-color images, then used 
a threshold-based traditional method to analyze and cal-
culate foci per cell, and also used the deep learning-based 
method (FociNet) to analyze and calculate the percentage 
of foci-positive cells. The primary screening yielded 17 
hit compounds that reduced foci, with 7 hit compounds 
overlapping between the two image analysis methods 
(Fig. 4A).

As expected, the screening data were normally dis-
tributed, and the number of foci of the hit compounds 
is lower than that of the DMSO-treated controls (Fig. 4B 
and Additional file  5: Fig. S5B,C). The molecular for-
mulae, names, and CAS numbers of the 17 primary hit 
compounds were shown in Fig.  4C. In the secondary 
screening, most of the 17 primary hit compounds were 
verified to reduce foci and 12 of them showed a signifi-
cant foci-reducing effect at the concentration of 50 μM 
(Additional file 6: Fig. S6). To clarify whether the hit com-
pounds had cardioprotective effects, we tested the ATP 
levels of H9c2 treated with the 12 compounds. Three of 
the 12, namely kaempferol, kaempferide, and isoliquir-
itigenin (ISL), not only reduced the foci but also amelio-
rated the DOX-induced decrease in ATP levels in H9c2 
cells in a dose-dependent manner (Fig. 4D), thus exhibit-
ing cardioprotective potential. Since ISL was first found 
to be associated with preventing DOX-induced DNA 
damage, we then investigated it further.

ISL attenuated doxorubicin‑induced DNA damage
To confirm that ISL reduces DNA damage, we verified its 
dose-dependent reduction of 53BP1 foci in foci imaging 
 (IC50 = 43.65  μM, see Fig.  5A and Additional file  7: Fig. 
S7A), as well as its reduction of H2AX phosphorylation 
in western blotting (Fig. 5B) and its reduction of DSB in 
neutral comet assay (Fig. 5C), which confirmed its anti-
DNA damage effect.

Subsequently, we found that ISL significantly reduced 
the percentage of Annexin V-FITC-positive apoptotic/
necrotic cells under DOX stimulation  (IC50 = 21.81  μM, 
see Fig. 5D and Additional file 7: Fig. S7B), which is asso-
ciated with the reduced protein levels of the pro-apopto-
sis-related proteins BAX and Caspase 3 (Fig. 5E).

Peroxynitrite is a potent oxidant that can cause DNA 
strand breaks and is reported as one of the major trig-
gers of DOX-induced cell death [34]. DOX markedly 
increased the amount of peroxynitrite inside H9c2, which 
was reduced by the treatment of ISL (Fig.  5F). We also 
determined the effects of ISL on HO-1 and observed that 
the HO-1 protein level was increased in the ISL-treated 
group (Fig. 5G).

Topo II is a key mediator in the pathological pro-
cess of the production of DOX-induced DSB. Previous 

studies have shown that either genetic ablation [14] 
or pharmacological reduction [35] of topo II medi-
ates myocardial tolerance to DOX. We found that the 
application of 50  μM ISL for 1  h significantly reduced 
the protein levels of topo II (α and β) (Fig.  5H). Next, 
we simulated the interaction of ISL with topo II. The 
molecular docking results are shown in Fig.  5I. There 
are four amino acid residues around the ligand, ISL. 
Among them, ASN120, SER148, and SER149 formed 
hydrogen bonds with the ligand, LYS168 formed 
cation-π with the benzene ring of the ligand, and the 
magnesium ion formed salt bridges with the ligand, 
with a docking score of -9.534, indicating a predicted 
strong binding of ISL to topo II.

To determine whether ISL affects the antitumor effect 
of DOX, we further tested the effect of ISL on the via-
bility of HeLa cervical cancer cells and MDA-MB-436 
breast cancer cells. Compared with H9c2, ISL reduced 
HeLa cell viability to below 80% at a much lower con-
centration, indicating a potential antitumor effect. When 
administered along with DOX, ISL alleviated the viability 
reduction by DOX in H9c2, but reduced HeLa viability to 
an even lower level, suggesting that ISL did not affect the 
antitumor effect of DOX on HeLa (Fig. 6A). The effect of 
ISL on MDA-MB-436 was similar to that on HeLa, which 
further illustrates the potential of ISL administration 
along with DOX chemotherapy.

We then tested the efficacy of ISL on DOX-induced 
acute myocardial injury in mice by the intraperito-
neal injection of DOX (15  mg /kg) followed by intra-
gastric  administration of ISL for 8  days (Fig.  6B). The 
ultrastructure of myocardial myofilaments and mito-
chondria was observed by transmission electron micros-
copy (Fig. 6C). In the myocardium of mice in the control 
group, the ultrastructure was normal and showed the 
following phenomena: myofilaments (MF) were neatly 
arranged in the myocardial cells, and mitochondria (M) 
were orderly arranged on both sides of the myofilaments. 
The bright I band of myofilaments alternated with the 
dark A band, and a distinct Z disk could be observed 
in the center of the bright band. In the myocardium of 
mice in the DOX group, the ultrastructure of myofila-
ments was damaged and the mitochondria were swollen. 
Compared with the DOX group, the myofilament struc-
ture was more intact and the swelling of mitochondria 
was reduced in the DOX + ISL group. Echocardiographic 
evidence confirmed the decreased cardiac function in 
the mice of the DOX group. The ejection fractions and 
fractional shortening were significantly lower in the DOX 
group compared with the normal control group. Com-
pared with the DOX group, the DOX + ISL group showed 
higher ejection fractions and fractional shortening 
(Fig. 6D). In the myocardial tissue of the mice in the DOX 
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Fig. 4 Deep learning-based high-content screening to find protective agents against doxorubicin-induced DNA damage. A Schematic 
of the high-content screening. B (a) Scatter plot of the primary screening results, where the mean values of the % foci-positive cells analyzed 
by FociNet are presented as robust percent of samples (RPS), and the blue data points are hit compounds. (b) Cumulative distribution of the primary 
screening data analyzed by the FociNet. (c) DMSO-treated control wells vs. hit compounds-treated wells. Data are plotted as mean ± SD, n = 36 ~ 54, 
**P < 0.01 by Mann–Whitney test. (d) Frequency distribution of data from DMSO-treated control wells vs. hit compounds-treated wells. C Seventeen 
hit compounds from the primary screening. D Effect of kaempferol, kaempferide, and ISL on foci formation induced by 0.5 μM DOX treatment 
for 1 h in EGFP-53BP1-H9c2, and that on ATP decrease induced by 0.5 μM DOX treatment for 24 h in H9c2. Data are plotted as mean ± SD, n = 3, 
##P < 0.01 when compared with the control group; **P < 0.01 when compared with the DOX group
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Fig. 5 ISL inhibits DNA damage and attenuates doxorubicin-induced cardiotoxicity in H9c2 cardiomyocytes. A Dose-dependent influence of ISL 
on foci formation in EGFP-53BP1-H9c2 treated with 0.5 μM DOX for 1 h. B Effect of ISL on the level of phosphorylated γ-H2AX (Ser139) protein 
(15 kDa). C Effect of ISL on the level of DSB detected by the comet assay. D Effect of ISL on the proportion of apoptotic/necrotic cells, which were 
labeled with annexin V-FITC. E Effect of ISL on the protein levels of BAX (21 kDa) and Caspase 3 (35 kDa). F Effect of ISL on the cellular peroxynitrite 
labeled with B545b. G Effect of ISL on the level of HO-1 protein (28 kDa). H Effect of ISL on the level of topo II protein (180 kDa). The lower band 
with lower molecular weight was topo IIα, and the upper band with larger molecular weight was topo IIβ. For (B) ~ (G), H9c2 was incubated 
with 0.5 μM DOX and certain concentrations of ISL for 24 h. For (H), H9c2 was incubated with 0.5 μM DOX and certain concentrations of ISL for 1 h. 
For (B), (D), and (F), data are plotted as mean ± SD, n = 3, and data were analyzed by ANOVA. For (C), data are plotted as mean ± SD, n = 62, and data 
were analyzed by Kruskal–Wallis test. #P < 0.05, ##P < 0.01 when compared with the control group; *P < 0.05, **P < 0.01 when compared with the DOX 
group. I Molecular docking results of ISL to topo II. Salt bridge: purple line; hydrogen bond: yellow line; cation-π: green line. The quantified results 
of western blotting in (E), (G) and (H) were shown in Additional file 2: Fig. S2B–E
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Fig. 6 ISL exerted different effects on cardiomyocytes and cancer cells, and protected mice from doxorubicin-induced cardiotoxicity. A ISL 
exhibits different effects on H9c2 cardiomyocytes and cancer cells (HeLa and MDA-MB-436). The cell viability was detected by MTT assay 
after the incubation of cells with different concentrations of ISL with or without 0.5 μM DOX for 24 h. The red dotted line indicates 80% cell viability. 
Data are plotted as mean ± SD, n = 3, #P < 0.05, ##P < 0.01 when compared with the control group, and **P < 0.01 when compared with the DOX 
group. B Schematic of the animal experiment. C Representative transmission electron microscopy images of myocardial tissue from control, 
DOX-treated, and DOX + ISL-treated mice. D Representative echocardiographic images from different groups of mice, with the quantitative results 
below. Data are plotted as mean ± SD, n = 9 to 11, ##P < 0.01 when compared with the control group; **P < 0.01 when compared with the DOX 
group. E γ-H2AX was labeled by immunofluorescence staining on paraffin-embedded heart tissue sections
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group, there was remarkable intranuclear H2AX phos-
phorylation and γ-H2AX foci, suggesting the presence 
of DSB. In the DOX + ISL group, there was less visible 
intranuclear γ-H2AX foci, suggesting an attenuated DSB 
(Fig. 6E) and providing further insights for DNA damage 
at the animal level. In conclusion, the results demonstrate 
the cardioprotective effect of ISL in vivo.

Discussion
DSB mediated by topo II in cardiac myocytes is a key 
pathological process in AIC. However, to date, high-
throughput screening methods to evaluate the effects of 
agents on DOX-induced DSB have not been developed. 
Herein, we provide a high-throughput, high-content 
assay platform that presents an effective way to dis-
cover novel therapies to mitigate DOX cardiotoxicity.

Both γ-H2AX foci and 53BP1 foci are widely accepted 
markers for DSB. We focus on the 53BP1 foci instead 
of γ-H2AX foci because the 53BP1 foci can be detected 
by overexpressing fluorescent fusion proteins. The fluo-
rescent protein-based approach has a higher resistance 
to photobleaching, and avoids the steps required for 
immunofluorescence such as permeabilization, block-
ing, antibody incubation, etc., so it has a higher speed, 
a lower cost, a lower operation error, thus it is easier to 
be expanded to high-throughput assays.

We successfully obtained H9c2 with stable expression 
of the fluorescent fusion protein (EGFP-53BP1) by len-
tiviral transfection. Most of the cells still expressed the 
EGFP-53BP1 fusion protein that is visible under fluo-
rescence microscopy after many passages. So, a large 
number of cells for high-content screening can be pro-
duced by cell passaging and proliferating. Nevertheless, 
the green fluorescence intensity varied among differ-
ent cells, and in some cells even no green fluorescence 
was detected. The cell-to-cell variance in the intensity 
of fluorescent protein is also commonly reported in 
other cells stably transfected with fluorescent proteins 
[36]. The possible reasons include: (i) the copy number 
of the exogenous gene introduced into different cells is 
different; (ii) the activity of the promoters of the exoge-
nous gene in different cells is different [37]. Besides, no 
green fluorescence was detected in some EGFP-53BP1 
transfected cells, even in the presence of puromycin. 
The possible reasons include: (i) EGFP-53BP1 expres-
sion could be too low to be detected at the set exposure 
time. In order to avoid overexposure, the exposure time 
is set according to most cells with bright green fluores-
cence, and at such an exposure time, the signal of cells 
with quite low EGFP-53BP1 expression would not be 
distinguishable from the background noise; (ii) Cellu-
lar epigenetic modification could lead to transcriptional 
silencing of EGFP-53BP1. According to the general 

principles of plasmid construction, in order to prevent 
interference with the expression efficiency and biologi-
cal function of the target protein, the antibiotic resist-
ance gene (in this case, the puromycin resistance gene) 
and the target gene (in this case, EGFP-53BP1) are gen-
erally located after two different promoters. Cells may 
block the binding of transcription factors to the pro-
moters of the target gene through epigenetic modifica-
tions, resulting in transcriptional silencing of the target 
gene [38].

As a result of different expression of fluorescent pro-
tein between different cells, the difficulty of image analy-
sis was increased. Even so, we have proved that the deep 
learning-based approach can solve the difficulty of image 
analysis of cells overexpressing fluorescent protein, and 
take full advantage of the high throughput of labeling 
with fluorescent protein. For instance, our detection and 
analysis pipeline has the following advantages: (i) higher 
throughput than the comet assay by the high-speed auto-
matic image capturing of multiple microplates; (ii) the 
cells stably express fluorescent fusion proteins, providing 
a faster and lower-cost way to label DSB, compared with 
immunofluorescence; (iii) image analysis can be adapted 
to cells with different fluorescence brightness or even 
across experimental batches, eliminating the need to 
change the brightness threshold for different cells/experi-
ments as compared with the traditional method; (iv) the 
image analysis can distinguish cells that do not express 
fusion proteins and prevent them from being incorrectly 
identified as 53BP1 diffusely distributed normal cells.

Despite the above advantages, the proposed platform 
has certain limitations. First, foci formation will be hin-
dered by high-dose DOX, probably due to the activity 
decrease of proteasomes that impedes topo II degrada-
tion and DSB exposure, hence foci imaging is not appli-
cable to DSB quantification at high DOX concentrations 
or long-term DOX treatment. Second, in the presence of 
reagents that interfere with the DNA damage response, 
the extent of 53BP1 aggregation may no longer represent 
the level of DSB, so a comet assay is needed to detect the 
actual level of DSB. However, we demonstrated that the 
screening platform can identify active DSB inhibitors 
under the specified conditions of DOX treatment.

Using the constructed platform, we screened a com-
pound library to identify new anti-DOX cardioprotective 
compounds. Three compounds, kaempferol, kaemp-
feride, and ISL, not only reduced 53BP1 aggregation in 
the screening assays, but were also validated to alleviate 
DOX-induced decrease in the cell viability of cardiomyo-
cytes. Among them, ISL was verified to reduce the DSB 
and apoptosis of cardiomyocytes and alleviate cardiac 
injury in mice.



Page 13 of 19Chen et al. Biology Direct           (2023) 18:63  

ISL (2′,4,4′-trihydroxychalcone) is a small molecule 
discovered from the traditional Chinese medicine Gan 
Cao (licorice, RADIX ET RHIZOMA GLYCYRRHIZAE). 
ISL has been found to possess various biological activities 
such as anticancer, antidiabetic, anti-inflammatory, and 
anti-influenza, with most studies related to its anticancer 
activity [39]. ISL has been previously reported to prevent 
DOX-induced liver injury and kidney injury in rats [40, 
41]; however, it has not been reported to prevent DOX-
induced DNA damage in cardiomyocytes. Our finding 
that ISL did not interfere with the DOX-induced decline 
of the viability of HeLa and MDA-MB-436 cancer cells 
highlights the possibility that the antitumor and cardio-
toxic effects of DOX can be pharmacologically separated.

Peroxynitrite is one of the culprits of both DNA single-
strand and double-strand breaks [42]. Superoxide ani-
ons  (O2

·−) produced by anthracyclines rapidly react with 
nitric oxide (NO) to yield peroxynitrite  (ONOO−), which 
is a potent oxidant that reacts with proteins, lipids, and 
DNA. We observed that ISL significantly alleviated DOX-
induced peroxynitrite production, which may partially 
explain its reduction of DSB. HO-1 has been reported 
to be the rate-limiting enzyme in heme degradation 
and can be increased by a variety of stressors, exerting 
a pre-adaptive effect; evidence has been presented that 
increased expression of HO-1 prevents the adverse cyto-
toxic effects caused by peroxynitrite [43]. The upregula-
tion of HO-1 protein by ISL may explain the inhibitory 
effect of ISL on peroxynitrite production. It is worth not-
ing that we observed that ISL reduced topo II protein 
level, which was also potentially associated with ISL’s 
ability to inhibit DSB. In this paper, we found that similar 
to DXZ [35], one hour incubation of ISL decreased topo 
II. Previously, researchers demonstrated that ISL was a 
catalytic inhibitor of topo II through in vitro topo II inhi-
bition assay [44]. From the molecular docking results, we 
speculated the binding of ISL to topo II, and whether the 
decrease in topo II is due to ISL’s blocking effect of the 
topo II enzymatic reaction cycle remains to be discov-
ered by further studies.

The ability to translate cellular and animal studies to 
the clinical treatment of patients with late-onset chronic 
AIC remains to be examined. More preclinical research, 
including efficacy evaluations of ISL on an animal model 
of DOX-induced delayed chronic cardiomyopathy, long-
term toxicity studies and pharmacokinetic research, is 
needed before the successful clinical use of ISL for car-
dioprotection. In addition, to confirm that ISL does not 
affect the antitumor effects of DOX, testing on multiple 
tumor cells and multiple animal tumor models is needed.

Conclusions
In conclusion, our screening method could identify active 
compounds that inhibit DNA DSB induced by DOX. In 
addition, we validated the anti-DSB effect and cardiopro-
tective effect of ISL, thus providing a valuable screening 
method and source of lead compounds for new treatment 
options for DOX-induced cardiotoxicity.

Materials and methods
Cell culture and transfection
Rat cardiomyocyte cell line H9c2 (2–1) (H9c2 for short) 
was purchased from the Shanghai Cell Bank. Cervi-
cal cancer cell line HeLa and breast cancer cell line 
MDA-MB-436 were from ATCC (USA). DMEM com-
plete medium was prepared by mixing DMEM medium 
(CORNING, New York, USA), fetal bovine serum (10% 
v/v, CORNING), and 100 × penicillin–streptomycin 
solution (1% v/v, CORNING). H9c2, HeLa and MDA-
MB-436 were cultured in DMEM complete medium in a 
 CO2 incubator at 5%  CO2 and 37  °C. All cell lines were 
used within 10 passages after thawing from stocks.

The gene expression lentiviral vector of EGFP-53BP1 
(1220 ~ 1711  aa) was constructed by directly linking 
EGFP to the gene sequence of human TP53BP1, and the 
vector map is shown in Fig.  2A. HEK 293  T cells were 
transfected to package the virus, and lentiviral parti-
cles were generated and collected. The construction 
of the gene expression lentiviral vector and the collec-
tion of lentiviral particles were performed by Yunzhou 
Biological Company (Guangzhou, China). Then, H9c2 
was transfected to obtain H9c2 stably expressing EGFP-
53BP1 (1220 ~ 1711 aa), which was called H9c2-EGFP-
53BP1 and was cultured in a  CO2 incubator at 5%  CO2 
and 37 °C using DMEM complete medium supplemented 
with 0.5 μg/mL puromycin (YEASEN, Shanghai, China). 
All cells were maintained mycoplasma-free.

Comet assay
Neutral comet assays were performed to determine the 
level of DSB. First, a 0.8% normal melting-point aga-
rose (YEASON) layer was prepared on frosted slides. 
Second, 30 μL of cell suspension (1.5 ×  106 cells/mL) 
was mixed with 80 μL of 1.5% low melting-point aga-
rose (AMRESCO) and the mix was layered onto the 
precoated slides to form a cell-embedded agarose layer. 
The lysis was performed at 4 °C for 2 h. The lysed slides 
were subsequently soaked in TBE buffer for 30 min, and 
then electrophoresed in TBE for 20 min at 25 V, 15 mA. 
Finally, the slides were stained with Gel-Green (Beyo-
time, Shanghai, China), and images of more than  50 
cells were acquired with a Leica DMi3000 B fluorescence 
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microscope and analyzed by the OpenComet [45] plugin 
in ImageJ (National Institutes of Health).

Immunofluorescence assay
H9c2 cells were seeded in 96-well plates with 2000 
cells or 3000 cells per well. After certain treatments, 
cells were fixed with 4% paraformaldehyde solution 
(Sangon, Shanghai, China) for 20  min, permeabi-
lized with 0.2% Triton X-100 for 10 min, blocked with 
PBST (PBS + 0.1% Tween-20) containing 1% BSA  and 
22.52  mg/mL glycine for 30  min, then incubated with 
primary antibody at 4 °C overnight. Subsequently, cells 
were incubated with fluorophore-coupled secondary 
antibody at room temperature for 2 h, and finally with 
1 μg/mL of Hoechst 33,342 (Invitrogen, Carlsbad, USA) 
for 10 min to stain the nuclei. Images were acquired by 
the ImageXpress Micro Confocal (Molecular Devices, 
San Jose, USA) high-content imaging system using a 
40× objective. Images were analyzed by MetaXpress 
(Molecular Devices) software using the Cell scor-
ing module to obtain the average γ-H2AX fluorescent 
intensity and using the Granularity module to obtain 
the γ-H2AX or 53BP1 foci per cell. The primary anti-
bodies involved were anti-γ-H2AX (Ser139) (1:500, 
CST (Danvers, USA), #9718) and anti-53BP1 (1:250, 
Abcam (Waltham, USA), #ab175933).

Western blotting
Cellular proteins were extracted using RIPA lysis 
buffer (Beyotime) pre-cooled at 4  °C containing 1% 
PMSF (Beyotime), 1% protease inhibitor cocktail 
(MCE, New York, USA), and 1% phosphatase inhibitor 
cocktail (MCE). This was followed by adding 4 × Lae-
mmli Sample Buffer (Bio-Rad, Hercules, USA) and 
β-mercaptoethanol. After that, incubate for 10  min at 
100 °C to denature the proteins.

The gels were prepared according to the instructions 
of CFAS Any KD PAGE Protein Electrophoresis Gel 
Preparation Kit (ZHONGHUIHECAI, Xi’an, China). 
After being separated with a vertical polyacrylamide 
gel electrophoresis system (Bio-Rad), the proteins were 
transferred to a 0.45  μm PVDF membrane (Millipore, 
Bedford, USA). Subsequently, blocking was performed 
with 5% non-fat milk at room temperature for 1 h. The 
bands were incubated with the primary antibody at 4 °C 
overnight and then incubated with horseradish per-
oxidase-conjugated secondary antibody at room tem-
perature for 1  h. Secondary antibodies were detected 
using an ECL chemiluminescence kit (Invitrogen) and 
visualized by an Imaging System (Bio-Rad). The relative 

protein content was analyzed with Image Lab software 
(Bio-Rad). Glyceraldehyde-3-phosphate dehydrogenase 
(GAPDH) is used as the loading control.

The involved primary antibodies were anti-γ-H2AX 
(Ser139) (1:1000, CST, #9718), anti-BAX (1:1000, Pro-
teintech (Wuhan, China), #50599-2-Ig), anti-Caspase 3 
(1:1000, CST, #9662), anti-HO-1 (1:1000, Proteintech, 
#10701-1-AP), anti-topoisomerase II (1:1000, abcam, 
#ab109524), and anti-GAPDH (1:1000, Beyotime, 
#AF0006).

H9c2‑EGFP‑53BP1 cell sample preparation, image 
acquisition, and image analysis
Doxorubicin hydrochloride (MCE), reference com-
pound dexrazoxane (Selleck, Houston, USA), reference 
compound resveratrol (SIGMA-ALDRICH, Saint Louis, 
China), and isoliquiritigenin (Yuanye, Shanghai, China) 
which all have a purity of ≥ 96% were purchased and 
prepared as a stock solution using DMSO (SIGMA-
ALDRICH). Prior to use, the stock solution was diluted 
to the expected concentration with DMEM complete 
medium. H9c2-EGFP-53BP1 cells were seeded in black 
96-well cell culture plates (Greiner (Monroe, USA), 
#655090), and treated with or without the indicated 
concentrations of DOX, and with or without the indi-
cated concentrations of compounds for specific dura-
tions before fixation.

Cells were fixed with 4% paraformaldehyde solution 
for 10  min, then washed twice with PBS. Next, nuclei 
were stained with 1 μg/mL Hoechst 33,342 for 10 min 
and then washed three times with PBS. Finally, add PBS 
to each well to avoid dryness.

The images of DAPI channel and FITC channel were 
acquired through a 40× objective at room tempera-
ture. The imaging devices are as follows. In order to 
observe the fluorescence distribution of H9c2-EGFP-
53BP1 cell lines (Fig.  2B) and to select appropriate 
treatment duration of DOX (Fig.  2C), Leica DMi3000 
B manual microscope was used to carefully focus and 
obtain images manually one by one. For other H9c2-
EGFP-53BP1 images, including images corresponding 
to Fig. 2E, Fig. 3A–B, Fig. 5A, Additional file 3: Fig. S3 
and Additional file  4: Fig. S4, were all acquired using 
the ImageXpress PICO (Molecular Devices) or Imag-
eXpress Micro Confocal (Molecular Devices) high-
content imaging systems. It should be pointed out that 
different imaging devices were used in Fig.  2C and E, 
which may be the reason why there is a statistically 
significant difference of foci per cell between the con-
trol group and 0.5 µM DOX 1 h group in Fig. 2D, while 
there is no statistically significant difference between 
the control group and 0.5 µM DOX 1 h group in Addi-
tional file 5: Fig. S5A.
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For the threshold-based traditional method, the 
images were analyzed using the Granularity module 
in MetaXpress software to obtain the number of foci 
in the nucleus. For the deep learning-based method, 
images were analyzed using the FociNet in Python to 
obtain the percentage of foci-positive cells. The per-
centage of foci-positive cells = the number of foci-
positive cells/(the number of foci-positive cells + the 
number of foci-negative cells) × 100%.

High‑content screening
H9c2-EGFP-53BP1 cells were seeded in black 96-well 
cell culture plates at 3000 cells/well. A normal control 
group and a DOX group were set up on each plate. The 
compounds to be tested were 315 compounds from the 
self-made compound library of the lab. Twenty-four 
hours after seeding, the cells were incubated with 0.5 μM 
DOX and 50 μM compounds for 1 h. Then, the cells were 
fixed, stained with Hoechst, and placed into the ImageX-
press Micro Confocal imaging system to obtain images 
of the DAPI channel and the FITC channel through a 
40× objective.

The high-content screening images were analyzed 
using both the threshold-based traditional method and 
the deep learning-based method, FociNet. In the thresh-
old-based method, MetaXpress was used to segment the 
cells and recognize the foci. The number of foci per cell 
in each well was obtained, and the normalized number 
of foci was calculated according to the following for-
mula [46]: Robust Percent of Samples (RPS) =  Si ÷ med
ian(Sall) × 100. For this calculation, RPS = value of the 
compound ÷ median value of all compounds in the same 
plate × 100. In FociNet analysis, the percentage of foci-
positive cells in each well was obtained and then normal-
ized by the same RPS formula. For both image analysis 
methods, the mean value of the three RPSs obtained from 
the three experiments was used to rank the compounds, 
and the 12 compounds with the lowest mean RPS were 
selected for subsequent experiments.

Measurement of cellular ATP levels
H9c2 cells were seeded in white opaque 96-well cell cul-
ture plates. Cellular ATP levels were measured using the 
CellTiter-Glo kit (Promega, Madison, USA). The CellTi-
ter-Glo solution was prepared according to the instruc-
tions and was added to the wells of the cell plate, shaken, 
and incubated at 37  °C for 10 min. Finally, the chemilu-
minescence intensity values were measured by a micro-
plate reader (TECAN, Männedorf, Switzerland). The 
relative ATP level was calculated by dividing the value of 
each group by the value of the normal control group.

Apoptosis/necrosis assay
H9c2 cells were seeded in black 96-well cell culture 
plates. Twenty-four hours after seeding, cells were incu-
bated with DOX and ISL for 24 h. Then, apoptosis/necro-
sis assays were performed using the Annexin V-FITC kit 
(Beyotime). A mixture was prepared by mixing Annexin 
V-FITC conjugate and Annexin V-FITC solution at a 
ratio of 39:1, and the mixture was then supplemented 
with 10 μg/mL Hoechst 33,342 solution to get the work-
ing solution. For staining, the plates were centrifuged at 
1000 RCF for 5 min, and then the cells were washed once 
with PBS. After aspirating the PBS, staining working 
solution was added to each well in a light-protected envi-
ronment and incubated at room temperature for 15 min, 
followed by immediate image acquisition on the ImageX-
press Micro Confocal imaging system using a 20× objec-
tive, with DAPI channel and FITC channel selected. 
The percentage of Annexin V-FITC-positive (apoptotic/
necrotic) cells was analyzed using the Cell Scoring mod-
ule in MetaXpress software.

Detection of cellular peroxynitrite
The B545b probe used for the detection of peroxynitrite 
 (ONOO−) was a gift from Professor Xin Li [47]. The 
B545b was prepared as a 5 mM stock solution in DMSO, 
stored at − 20 °C. Before use, prepare the working solu-
tion by diluting the B545b to 5 μM with DMEM medium 
and adding Hoechst to a final concentration of 10 μg/mL. 
H9c2 cells were seeded in black 96-well cell culture plates 
with 3000 cells per well. Twenty-four hours after seeding, 
cells were incubated with 0.5 μM DOX and specific con-
centration of ISL for 24 h. For staining, cells were washed 
three times with PBS and then stained with B545b work-
ing solution at 37 °C for 20 min. The ImageXpress Micro 
Confocal Imaging System chamber was pre-heated to 
37  °C, and DAPI-channel and TRITC-channel images 
were acquired through the 60× objective. The TRITC-
channel B545b fluorescent signal was analyzed using the 
Cell Scoring module in the MetaXpress software.

Image adjustment and display
For EGFP-53BP1-H9c2 images, in order to show the 
distribution of EGFP-53BP1 protein more clearly, we 
performed different brightness adjustment for differ-
ent images. Nevertheless, for the experiments where the 
fluorescent intensity is correlated with the concentrations 
of interested substances (i.e., γ-H2AX immunofluores-
cence, 53BP1 immunofluorescence, apoptotic/necrotic 
cells labeling with Annexin V-FITC, peroxynitrite labe-
ling with B545b), quantitative analysis was performed 
on unadjusted 16-bit raw images, and the corresponding 
representative images have undergone the same bright-
ness adjustment.
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Molecular docking
The docking software was the Glide module of 
Schrödinger 2018 (Schrödinger, LLC, New York, USA). 
The crystal structure 1ZXM was processed by the Protein 
Preparation Wizard module of the Schrödinger software. 
The processing includes completing the missing side 
chain and loop region structure of the protein, removing 
all unbonded heteroatoms and water molecules, complet-
ing the missing hydrogen atoms, assigning protonated 
states and partial charges, and finally optimizing the pro-
tein structure using the OPLS3e force field until RMSD is 
optimized to a maximum value of 0.3 Å to reduce atomic 
space collisions. Next, a box of 20  Å × 20  Å × 20  Å cen-
tered on the center of mass of the ligand was identified 
as the docking area using the Receptor Grid Generation 
module, and the grid file for docking was generated.

The 3D structure of the small molecule, ISL, was pre-
processed with the Ligprep module, and the protonated 
state was generated at pH = 7.0 ± 2.0. The prepared small 
molecule was then docked to the pocket using the Glide 
program in standard scoring mode (standard precision, 
SP).

MTT assay for cell viability
Thiazolyl Blue Tetrazolium Bromide (MTT, Sigma-
Aldrich) solution was prepared as 5 mg/mL in PBS, and 
the solution was filtered with a 0.22 μm filter for sterili-
zation and diluted to 0.5  mg/mL with DMEM medium 
right before use. After three times washing with DMEM 
medium, cells were incubated with 0.5  mg/mL MTT in 
the  CO2 incubator for 4 h. Then, replace the MTT solu-
tion in the wells with 100 μL DMSO, shake the plate for 
10 min at 37 °C, and measure the absorbance at 570 nm 
in a microplate reader (TECAN). The absorbance of the 
treated group was divided by the absorbance of the con-
trol group to calculate the relative cell viability.

Animal experiments
Male C57BL/6 mice aged 6 ~ 8  weeks and weighing 
22 ~ 26 g were purchased from Shanghai SILAIKE Labo-
ratory Animal Company. The animal experiments were 
carried out following the guidance of the Care and Use 
of Laboratory Animals published by the US National 
Institutes of Health (NIH Publication No.85–23, revised 
1996) and the protocols were approved by the Laboratory 
Animal Ethics Committee of Zhejiang University (Permit 
number: ZJU20220096).

The mice were randomly grouped into the normal con-
trol group, 15  mg/kg DOX group, DOX + DXZ group, 
DOX + 10  mg/kg/d ISL group, and DOX + 30  mg/kg/d 
ISL group. Except the normal control group, all mice 
were injected with 15 mg/kg DOX intraperitoneally and 
the day of injection was recorded as Day 1. DXZ was 

administered intraperitoneally at 60 mg/kg on Day 1 and 
Day 5. ISL was given via an intragastric administration 
once daily for 8  days (10  mg/kg/d or 30  mg/kg/d). The 
doses of ISL, DOX and DXZ were selected according to 
previously reported studies, respectively [48–50].

Transmission electron microscopy of myocardial tissue
Myocardial tissue samples of about 1 mm × 1 mm × 4 mm 
were cut out and immersed in Gluta fix solution (Sola-
bio, Beijing, China), fixed overnight at room temperature, 
and transferred to 4 °C. The reagents used in the sample 
preparation were provided by the Electron Microscopy 
Center of Zhejiang University.

The tissues were rinsed three times with 0.1  M PBS 
for 10  min each. They were fixed with 100 μL of 1% 
osmium acid for 1 h, then rinsed 3 times with water for 
10  min each. After that, fix/stain them with 100 μL 2% 
uranyl acetate for 30 min. Then, the samples were dehy-
drated by soaking in a gradient of 50% ethanol, 70% eth-
anol, 90% ethanol, and 100% ethanol each for 15  min, 
and then soaked in 100% acetone twice for 15 min each 
time. The samples were then permeabilized overnight 
at room temperature with a mixture of 3:1 embedding 
agent:100% acetone. Finally, embedding, sectioning, 
and image acquisition were performed by the Electron 
Microscopy Center of Zhejiang University, where images 
of myofilaments and mitochondria of myocardial tissue 
were acquired using 120  kV cryo-transmission electron 
microscopy.

Echocardiographic evaluation of cardiac function
M-mode echocardiograms were recorded on Day 9. The 
measurements were performed by experienced opera-
tors who were blinded to the study group assignment. 
Echocardiographic images of the left ventricle of the mice 
were collected in the anterior thoracic region after the 
removal of hair. The data were analyzed and calculated in 
Vevo2100 (Visualsonics, Toronto, Canada) to obtain the 
ejection fractions (EF) and fractional shortening (FS) of 
the left ventricle.

Statistical analysis
GraphPad Prism (San Diego, USA) was used for statisti-
cal analysis of the experimental data. Kruskal–Wallis test 
was performed for Fig. 1B and Fig. 5C, and Mann–Whit-
ney test was performed for Fig.  4B (c) and Additional 
file  5: Fig. S5C (middle). For other data, if not specifi-
cally stated, two-tailed unpaired t test was employed to 
make comparisons between two groups, and One-Way 
ANOVA with Dunnett’s multiple comparisons test was 
performed for comparisons between multiple groups.
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Abbreviations
53BP1  P53-binding protein 1
AIC  Anthracycline-induced cardiotoxicity
BAX  Bcl-2 associated X-protein
DOX  Doxorubicin
DSB  Double-strand break
DXZ  Dexrazoxane
EGFP  Enhanced green fluorescent protein
GAPDH  Glyceraldehyde-3-phosphate dehydrogenase
HO-1  Heme oxygenase-1
ISL  Isoliquiritigenin
RES  Resveratrol
ROS  Reactive oxygen species
topo II  Topoisomerase II
γ-H2AX  Phosphorylated histone H2AX
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Additional file 1. Fig. S1 Representative immunofluorescence images of 
DOX-treated H9c2 and the number of cells quantified. (A) Representative 
images of H9c2 after incubation with different concentrations of DOX for 
1 h or 24 h, γ-H2AX labeled by immunofluorescence. (B) The number of 
cells that were captured and quantified in γ-H2AX immunofluorescence, 
corresponding to Fig. 1E. (C) The number of cells that were captured and 
quantified in 53BP1 immunofluorescence, corresponding to Fig. 1G. For 
(B) and (C), data are plotted as mean ± SD, n = 3, *P < 0.05, **P < 0.01 when 
compared with the vehicle (dimethyl sulfoxide, DMSO)-treated control 
group.

Additional file 2. Fig. S2 The quantified results of western blotting. Data 
are plotted as mean ± SD, n = 3, #P < 0.05, ##P < 0.01 when compared with 
the control group; *P < 0.05, **P < 0.01 when compared with the DOX 
group.

Additional file 3. Fig. S3 The comparison of threshold-based method and 
FociNet in detecting nuclei boundaries when there are cells with different 
brightness of nuclear staining.

Additional file 4. Fig. S4 The comparison of threshold-based method and 
FociNet in detecting foci when there are cells with different EGFP-53BP1 
brightness.

Additional file 5. Fig. S5 The analysis result of the threshold-based tradi-
tional method on the images of cells treated with reference compounds 
and the images of the high-content screening. (A) The effect of reference 
compounds on foci formation was analyzed by the threshold-based 
traditional method. Data are plotted as mean ± SD, n = 3. Comparisons 
between the DOX group and every other group were performed by 
ANOVA. The ns indicates no significant difference; *P < 0.05. (B) Scatter 
plots of the primary screening. The mean values of foci per cell calculated 
by the threshold-based method are presented as RPS, and the blue 
data points represent hit compounds. (C) Cumulative distribution of the 
primary screening data (left). Scatter plot (middle) and frequency distribu-
tions (right) of data from DMSO-treated control wells vs. hit compounds-
treated wells. For (C, middle), data are plotted as mean ± SD, n = 36 ~ 54, 
**P < 0.01 by Mann–Whitney test.

Additional file 6. Fig. S6 In the secondary screening, 12 of the 17 primary 
hit compounds significantly reduced the foci at 50 μM. Data are plotted 
as mean ± SD, n = 3, ##P < 0.01 when compared with the control group; 
*P < 0.05, **P < 0.01 when compared with the DOX group.

Additional file 7. Fig. S7 The  IC50 of ISL. (A) The inhibition effect of ISL on 
DOX-induced foci in EGFP-53BP1-H9c2 and the calculated  IC50. (B) The 
inhibition effect of ISL on DOX-induced apoptosis/necrosis in H9c2 cardio-
myocytes and the calculated  IC50. Data are plotted as mean ± SD, n = 3.

Acknowledgements
The authors wish to thank the help given by Prof. Tingjun Hou (College of 
Pharmaceutical Sciences, Zhejiang University, Hangzhou, China) in molecular 

docking. The authors are also grateful for the support from ZJU PII-Molecular 
Devices JOINT LABORATORY.

Author contributions
X.C., the first author, put on the experimental study, data analysis, and the 
writing of the manuscript. C.L. helped to conduct animal experiments. H.Z., 
contributed to the molecular docking part. Y.Z., contributed to the manuscript 
revision. Y.X. and Y.W., the co-corresponding authors, contributed to the con-
ceptualization, manuscript revision, and the decision to submit for publication. 
All authors read and approved the final manuscript.

Funding
This study was supported by grants from the National Natural Science 
Foundation of China (No. 82173941, China), the Construction Fund of Key 
Medical Disciplines of Hangzhou (No. OO20200121, China), Zhejiang Provincial 
Natural Science Foundation of China (No. LHDMD22H02001), and "Pioneer" 
and "Leading Goose" R&D Program of Zhejiang (No. 2023C03004). Yi Wang 
was supported by the Innovation Team and Talents Cultivation Program 
of National Administration of Traditional Chinese Medicine (No. ZYYCXTD-
D-202002, China).

Availability of data and materials
The data and materials in the study are available from the corresponding 
author on reasonable request.

Declarations

Ethics approval and consent to participate
The animal experiments were carried out following the guidance of the 
Care and Use of Laboratory Animals published by the US National Institutes 
of Health (NIH Publication No.85–23, revised 1996) and the protocols were 
approved by the Laboratory Animal Ethics Committee of Zhejiang University 
(Permit number: ZJU20220096).

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Department of Cardiology, Affiliated Hangzhou First People’s Hospital, Zheji-
ang University School of Medicine, Hangzhou 310006, China. 2 Pharmaceutical 
Informatics Institute, College of Pharmaceutical Sciences, Zhejiang University, 
Hangzhou 310058, China. 3 College of Pharmaceutical Sciences, Zhejiang Uni-
versity, Hangzhou 310058, China. 4 Innovation Institute for Artificial Intelligence 
in Medicine of Zhejiang University, Hangzhou 310020, China. 5 Future Health 
Laboratory, Innovation Center of Yangtze River Delta, Zhejiang University, 
Jiaxing 314100, China. 

Received: 5 June 2023   Accepted: 30 August 2023

References
 1. Dimarco A, Cassinelli G, Arcamone F. The discovery of daunorubicin. 

Cancer Treat Rep. 1981;65:3–8.
 2. Tan C, Tasaka H, Yu K, Murphy M, Karnofsky D. Daunomycin, an antitumor 

antibiotic, in the treatment of neoplastic disease. Clinical evaluation with 
special reference to childhood leukemia. Cancer. 1967;20(3):333–53.

 3. Arcamone F, Cassinel G, Fantini G, Grein A, Orezzi P, Pol C, et al. Adriamy-
cin, 14-hydroxydaunomycin, a new antitumor antibiotic from S. peucetius 
var. caesius. Biotechnol Bioeng. 1969;11(6):1101–10. https:// doi. org/ 10. 
1002/ bit. 26011 0607.

 4. Sawicki KT, Sala V, Prever L, Hirsch E, Ardehali H, Ghigo A. Preventing and 
treating anthracycline cardiotoxicity: New insights. In: Insel PA, editor. 
Annual Review of Pharmacology and Toxicology, vol 61, 2021. 2021. pp 
309–32.

https://doi.org/10.1186/s13062-023-00412-7
https://doi.org/10.1186/s13062-023-00412-7
https://doi.org/10.1002/bit.260110607
https://doi.org/10.1002/bit.260110607


Page 18 of 19Chen et al. Biology Direct           (2023) 18:63 

 5. Lum B, Svec J, Torti F. Doxorubicin: alteration of dose scheduling as a 
means of reducing cardiotoxicity. Drug Intell Clin Pharm. 1985;19(4):259–
64. https:// doi. org/ 10. 1177/ 10600 28085 01900 403.

 6. Billingham M, Mason J, Bristow M, Daniels J. Anthracycline cardio-
myopathy monitored by morphologic changes. Cancer Treat Rep. 
1978;62(6):865–72.

 7. Drafts BC, Twomley KM, D’Agostino R, Lawrence J, Avis N, Ellis LR, et al. 
Low to moderate dose anthracycline-based chemotherapy is associated 
with early noninvasive imaging evidence of subclinical cardiovascular 
disease. JACC Cardiovasc Imaging. 2013;6(8):877–85. https:// doi. org/ 10. 
1016/j. jcmg. 2012. 11. 017.

 8. Lipshultz SE, Lipsitz SR, Sallan SE, Dalton VM, Mone SM, Gelber RD, 
et al. Chronic progressive cardiac dysfunction years after doxorubicin 
therapy for childhood acute lymphoblastic leukemia. J Clin Oncol. 
2005;23(12):2629–36. https:// doi. org/ 10. 1200/ JCO. 2005. 12. 121.

 9. Hasinoff BB. Dexrazoxane use in the prevention of anthracycline extrava-
sation injury. Future Oncol. 2006;2(1):15–20. https:// doi. org/ 10. 2217/ 
14796 694.2. 1. 15.

 10. Shaikh F, Dupuis LL, Alexander S, Gupta A, Mertens L, Nathan PC. Cardio-
protection and second malignant neoplasms associated with dexra-
zoxane in children receiving anthracycline chemotherapy: a systematic 
review and meta-analysis. JNCI J Natl Cancer Inst. 2016;108(4):djv357. 
https:// doi. org/ 10. 1093/ jnci/ djv357.

 11. Doroshow J, Davies K. Redox cycling of anthracyclines by cardiac 
mitochondria. II. Formation of superoxide anion, hydrogen peroxide, and 
hydroxyl radical. J Biol Chem. 1986;261(7):3068–74.

 12. Hu Y, Huang KX. Studies on the mechanism of DNA strand breakages 
induced by peroxynitrite. Chinese J Inorgan Chem. 2004;20(3):241–6.

 13. Swan RL, Cowell IG, Austin CA. Mechanisms to repair stalled topoisomer-
ase II-DNA covalent complexes. Mol Pharmacol. 2022;101(1):24–32. 
https:// doi. org/ 10. 1124/ molph arm. 121. 000374.

 14. Zhang S, Liu X, Bawa-Khalfe T, Lu L-S, Lyu YL, Liu LF, et al. Identification 
of the molecular basis of doxorubicin-induced cardiotoxicity. Nat Med. 
2012;18(11):1639–42. https:// doi. org/ 10. 1038/ nm. 2919.

 15. Vejpongsa P, Yeh ETH. Topoisomerase 2 beta: a promising molecular 
target for primary prevention of anthracycline-induced cardiotoxicity. 
Clin Pharmacol Ther. 2014;95(1):45–52. https:// doi. org/ 10. 1038/ clpt. 2013. 
201.

 16. Yeh ETH, Bickford CL. Cardiovascular complications of cancer therapy 
incidence, pathogenesis, diagnosis, and management. J Am Coll Cardiol. 
2009;53(24):2231–47. https:// doi. org/ 10. 1016/j. jacc. 2009. 02. 050.

 17. Simon L, Lewis SEM. Basic and clinical aspects of sperm comet assay. 
2011. https:// doi. org/ 10. 1007/ 978-1- 4419- 6857-9_ 15

 18. Rothkamm K, Barnard S, Moquet J, Ellender M, Rana Z, Burdak-Rothkamm 
S. DNA damage foci: meaning and significance. Environ Mol Mutagen. 
2015;56(6):491–504. https:// doi. org/ 10. 1002/ em. 21944.

 19. Tartier L, Gilchrist S, Burdak-Rothkamm S, Folkard M, Prise KM. Cytoplas-
mic irradiation induces mitochondrial-dependent 53BP1 protein relo-
calization in irradiated and bystander cells. Can Res. 2007;67(12):5872–9. 
https:// doi. org/ 10. 1158/ 0008- 5472. CAN- 07- 0188.

 20. Chen X, Xun D, Zheng R, Zhao L, Lu Y, Huang J, et al. Deep-learning-
assisted assessment of DNA damage based on foci images and its 
application in high-content screening of lead compounds. Anal Chem. 
2020;92(20):14267–77. https:// doi. org/ 10. 1021/ acs. analc hem. 0c037 41.

 21. Olive P, Wlodek D, Banath J. DNA double-strand breaks measured in indi-
vidual cells subjected to gel electrophoresis. Can Res. 1991;51(17):4671–6.

 22. Sharma A, Singh K, Almasan A. Histone H2AX phosphorylation: a marker 
for DNA damage. Methods Mol Biol. 2012;920:613–26. https:// doi. org/ 10. 
1007/ 978-1- 61779- 998-3_ 40.

 23. Basu A, Broyde S, Iwai S, Kisker C. DNA damage, mutagenesis, and DNA 
repair. J Nucle Acids. 2010. https:// doi. org/ 10. 4061/ 2010/ 182894.

 24. Mirza-Aghazadeh-Attari M, Mohammadzadeh A, Yousefi B, Mihanfar A, 
Karimian A, Majidinia M. 53BP1: a key player of DNA damage response 
with critical functions in cancer. DNA Repair. 2019;73:110–9. https:// doi. 
org/ 10. 1016/j. dnarep. 2018. 11. 008.

 25. Yan T, Deng S, Metzger A, Goedtel-Armbrust U, Porter ACG, Wojnowski L. 
Topoisomerase II alpha-dependent and -independent apoptotic effects 
of dexrazoxane and doxorubicin. Mol Cancer Ther. 2009;8(5):1075–85. 
https:// doi. org/ 10. 1158/ 1535- 7163. MCT- 09- 0139.

 26. Huelsenbeck SC, Schorr A, Roos WP, Huelsenbeck J, Henninger C, Kaina 
B, et al. Rac1 protein signaling is required for DNA damage response 

stimulated by topoisomerase II poisons. J Biol Chem. 2012;287(46):38590–
9. https:// doi. org/ 10. 1074/ jbc. M112. 377903.

 27. Zhang A, Lyu YL, Lin CP, Zhou N, Azarova AM, Wood LM, et al. A protease 
pathway for the repair of topoisomerase II-DNA covalent complexes. J 
Biol Chem. 2006;281(47):35997–6003. https:// doi. org/ 10. 1074/ jbc. M6041 
49200.

 28. Panier S, Boulton SJ. Double-strand break repair: 53BP1 comes into focus. 
Nat Rev Mol Cell Biol. 2014;15(1):7–18. https:// doi. org/ 10. 1038/ nrm37 19.

 29. Montaigne D, Marechal X, Baccouch R, Modine T, Preau S, Zannis K, et al. 
Stabilization of mitochondrial membrane potential prevents doxorubicin-
induced cardiotoxicity in isolated rat heart. Toxicol Appl Pharmacol. 
2010;244(3):300–7. https:// doi. org/ 10. 1016/j. taap. 2010. 01. 006.

 30. Barpe DR, Rosa DD, Froehlich PE. Pharmacokinetic evaluation of doxoru-
bicin plasma levels in normal and overweight patients with breast cancer 
and simulation of dose adjustment by different indexes of body mass. Eur 
J Pharm Sci. 2010;41(3–4):458–63. https:// doi. org/ 10. 1016/j. ejps. 2010. 07. 
015.

 31. Hu LF, Lan HR, Li XM, Jin KT. A systematic review of the potential chemo-
protective effects of resveratrol on doxorubicin-induced cardiotoxicity: 
Focus on the antioxidant, antiapoptotic, and anti-inflammatory activities. 
Oxid Med Cell Longev. 2021;2021:2951697. https:// doi. org/ 10. 1155/ 2021/ 
29516 97.

 32. Monahan DS, Flaherty E, Hameed A, Duffy GP. Resveratrol significantly 
improves cell survival in comparison to dexrazoxane and carvedilol in a 
h9c2 model of doxorubicin induced cardiotoxicity. Biomed Pharmaco-
ther. 2021;140:111702. https:// doi. org/ 10. 1016/j. biopha. 2021. 111702.

 33. Memmel S, Sisario D, Zimmermann H, Sauer M, Sukhorukov VL, 
Djuzenova CS, et al. FocAn: automated 3D analysis of DNA repair foci in 
image stacks acquired by confocal fluorescence microscopy. BMC Bioinf. 
2020;21(1):27. https:// doi. org/ 10. 1186/ s12859- 020- 3370-8.

 34. Mukhopadhyay P, Rajesh M, Batkai S, Kashiwaya Y, Hasko G, Liaudet L, 
et al. Role of superoxide, nitric oxide, and peroxynitrite in doxorubicin-
induced cell death in vivo and in vitro. Am J Physiol Heart Circ Physiol. 
2009;296(5):H1466–83. https:// doi. org/ 10. 1152/ ajphe art. 00795. 2008.

 35. Lyu YL, Kerrigan JE, Lin C-P, Azarova AM, Tsai Y-C, Ban Y, et al. Topoi-
somerase II beta-mediated DNA double-strand breaks: Implications in 
doxorubicin cardiotoxicity and prevention by dexrazoxane. Can Res. 
2007;67(18):8839–46. https:// doi. org/ 10. 1158/ 0008- 5472. CAN- 07- 1649.

 36. Chang FF, Xing LX, Xing ZF, Yu MM, Bao YL, Wang SY, et al. Development 
and evaluation of a gp85 protein-based subgroup-specific indirect 
enzyme-linked immunosorbent assay for the detection of anti-
subgroup J avian leukosis virus antibodies. Appl Microbiol Biotechnol. 
2020;104(4):1785–93. https:// doi. org/ 10. 1007/ s00253- 019- 10320-4.

 37. Soboleski MR, Oaks J, Halford WP. Green fluorescent protein is a quantita-
tive reporter of gene expression in individual eukaryotic cells. FASEB J. 
2005;19:1–20. https:// doi. org/ 10. 1096/ fj. 04- 3180fj e.

 38. Krishnan M, Park JM, Cao F, Wang DX, Paulmurugan R, Tseng JR, et al. 
Effects of epigenetic modulation on reporter gene expression: implica-
tions for stem cell imaging. FASEB J. 2006;20(1):106–8. https:// doi. org/ 10. 
1096/ fj. 05- 4551fj e.

 39. Peng F, Du Q, Peng C, Wang N, Tang H, Xie X, et al. A review: the pharma-
cology of isoliquiritigenin. Phytother Res. 2015;29(7):969–77. https:// doi. 
org/ 10. 1002/ ptr. 5348.

 40. Al-Qahtani WH, Alshammari GM, Alshuniaber MA, Husain M, Alawwad 
SA, Al-Ayesh ST, et al. The protective effect of isoliquiritigenin against dox-
orubicin-induced nephropathy in rats entails activation of Nrf2 signaling 
as one key mechanism. J King Saud Univ Sci. 2022;34(6):102165. https:// 
doi. org/ 10. 1016/j. jksus. 2022. 102165.

 41. Al-Qahtani WH, Alshammari GM, Ajarem JS, Al-Zahrani AY, Alzuwaydi A, 
Eid R, et al. Isoliquiritigenin prevents doxorubicin-induced hepatic dam-
age in rats by upregulating and activating SIRT1. Biomed Pharmacother. 
2022;146:112594. https:// doi. org/ 10. 1016/j. biopha. 2021. 112594.

 42. Graham PM, Li JZ, Dou X, Zhu H, Misra HP, Jia Z, et al. Protection against 
peroxynitrite-induced DNA damage by mesalamine: implications for anti-
inflammation and anti-cancer activity. Mol Cell Biochem. 2013;378(1–
2):291–8. https:// doi. org/ 10. 1007/ s11010- 013- 1620-z.

 43. Acquaviva R, Campisi A, Murabito P, Raciti G, Avola R, Mangiameli S, et al. 
Propofol attenuates peroxynitrite-mediated DNA damage and apoptosis 
in cultured astrocytes—an alternative protective mechanism. Anesthe-
siology. 2004;101(6):1363–71. https:// doi. org/ 10. 1097/ 00000 542- 20041 
2000- 00017.

https://doi.org/10.1177/106002808501900403
https://doi.org/10.1016/j.jcmg.2012.11.017
https://doi.org/10.1016/j.jcmg.2012.11.017
https://doi.org/10.1200/JCO.2005.12.121
https://doi.org/10.2217/14796694.2.1.15
https://doi.org/10.2217/14796694.2.1.15
https://doi.org/10.1093/jnci/djv357
https://doi.org/10.1124/molpharm.121.000374
https://doi.org/10.1038/nm.2919
https://doi.org/10.1038/clpt.2013.201
https://doi.org/10.1038/clpt.2013.201
https://doi.org/10.1016/j.jacc.2009.02.050
https://doi.org/10.1007/978-1-4419-6857-9_15
https://doi.org/10.1002/em.21944
https://doi.org/10.1158/0008-5472.CAN-07-0188
https://doi.org/10.1021/acs.analchem.0c03741
https://doi.org/10.1007/978-1-61779-998-3_40
https://doi.org/10.1007/978-1-61779-998-3_40
https://doi.org/10.4061/2010/182894
https://doi.org/10.1016/j.dnarep.2018.11.008
https://doi.org/10.1016/j.dnarep.2018.11.008
https://doi.org/10.1158/1535-7163.MCT-09-0139
https://doi.org/10.1074/jbc.M112.377903
https://doi.org/10.1074/jbc.M604149200
https://doi.org/10.1074/jbc.M604149200
https://doi.org/10.1038/nrm3719
https://doi.org/10.1016/j.taap.2010.01.006
https://doi.org/10.1016/j.ejps.2010.07.015
https://doi.org/10.1016/j.ejps.2010.07.015
https://doi.org/10.1155/2021/2951697
https://doi.org/10.1155/2021/2951697
https://doi.org/10.1016/j.biopha.2021.111702
https://doi.org/10.1186/s12859-020-3370-8
https://doi.org/10.1152/ajpheart.00795.2008
https://doi.org/10.1158/0008-5472.CAN-07-1649
https://doi.org/10.1007/s00253-019-10320-4
https://doi.org/10.1096/fj.04-3180fje
https://doi.org/10.1096/fj.05-4551fje
https://doi.org/10.1096/fj.05-4551fje
https://doi.org/10.1002/ptr.5348
https://doi.org/10.1002/ptr.5348
https://doi.org/10.1016/j.jksus.2022.102165
https://doi.org/10.1016/j.jksus.2022.102165
https://doi.org/10.1016/j.biopha.2021.112594
https://doi.org/10.1007/s11010-013-1620-z
https://doi.org/10.1097/00000542-200412000-00017
https://doi.org/10.1097/00000542-200412000-00017


Page 19 of 19Chen et al. Biology Direct           (2023) 18:63  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 44. Park I, Park K-K, Park JHY, Chung W-Y. Isoliquiritigenin induces G2 and M 
phase arrest by inducing DNA damage and by inhibiting the metaphase/
anaphase transition. Cancer Lett. 2009;277(2):174–81. https:// doi. org/ 10. 
1016/j. canlet. 2008. 12. 005.

 45. Gyori BM, Venkatachalam G, Thiagarajan PS, Hsu D, Clement M-V. Open 
comet: an automated tool for comet assay image analysis. Redox Biol. 
2014;2:457–65. https:// doi. org/ 10. 1016/j. redox. 2013. 12. 020.

 46. Goktug AN. Data analysis approaches in high throughput screening. In: 
Chai SC, editor. Drug Discovery. Rijeka: IntechOpen; 2013.

 47. Cheng J, Li D, Sun M, Wang Y, Xu Q-Q, Liang X-G, et al. Physicochemical-
property guided design of a highly sensitive probe to image nitrosative 
stress in the pathology of stroke. Chem Sci. 2020;11(1):281–9. https:// doi. 
org/ 10. 1039/ c9sc0 3798e.

 48. Lue Y, Gao C, Swerdloff R, Hoang J, Avetisyan R, Jia Y, et al. Huma-
nin analog enhances the protective effect of dexrazoxane against 
doxorubicin-induced cardiotoxicity. Am J Physiol Heart Circ Physiol. 
2018;315(3):H634–43. https:// doi. org/ 10. 1152/ ajphe art. 00155. 2018.

 49. Yang L, Wang D, Zhang Z, Jiang Y, Liu Y. Isoliquiritigenin alleviates diabetic 
symptoms via activating AMPK and inhibiting mTORC1 signaling in diet-
induced diabetic mice. Phytomedicine. 2022;98:153950. https:// doi. org/ 
10. 1016/j. phymed. 2022. 153950.

 50. Hu C, Zhang X, Zhang N, Wei WY, Li LL, Ma ZG, et al. Osteocrin attenu-
ates inflammation, oxidative stress, apoptosis, and cardiac dysfunction 
in doxorubicin-induced cardiotoxicity. Clin Transl Med. 2020;10(3):e124. 
https:// doi. org/ 10. 1002/ ctm2. 124.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1016/j.canlet.2008.12.005
https://doi.org/10.1016/j.canlet.2008.12.005
https://doi.org/10.1016/j.redox.2013.12.020
https://doi.org/10.1039/c9sc03798e
https://doi.org/10.1039/c9sc03798e
https://doi.org/10.1152/ajpheart.00155.2018
https://doi.org/10.1016/j.phymed.2022.153950
https://doi.org/10.1016/j.phymed.2022.153950
https://doi.org/10.1002/ctm2.124

	Deep learning-assisted high-content screening identifies isoliquiritigenin as an inhibitor of DNA double-strand breaks for preventing doxorubicin-induced cardiotoxicity
	Abstract 
	Background 
	Results 
	Conclusions 

	Background
	Results
	High-content imaging detected doxorubicin-induced DNA double-strand breaks in H9c2 cardiomyocytes
	A high-content imaging method for doxorubicin-induced DNA damage was developed based on fluorescent protein labeling
	Deep learning-based method recognized the DNA damage status at single-cell level and correctly reflected the protection effect of reference compounds
	High-content screening identified protective agents against doxorubicin-induced DNA damage
	ISL attenuated doxorubicin-induced DNA damage

	Discussion
	Conclusions
	Materials and methods
	Cell culture and transfection
	Comet assay
	Immunofluorescence assay
	Western blotting
	H9c2-EGFP-53BP1 cell sample preparation, image acquisition, and image analysis
	High-content screening
	Measurement of cellular ATP levels
	Apoptosisnecrosis assay
	Detection of cellular peroxynitrite
	Image adjustment and display
	Molecular docking
	MTT assay for cell viability
	Animal experiments
	Transmission electron microscopy of myocardial tissue
	Echocardiographic evaluation of cardiac function
	Statistical analysis

	Anchor 32
	Acknowledgements
	References


